Vancomycin-resistant enterococci (VRE) were detected in two faecal samples (1.3%) of song thrush in Portugal. vanA isolates showed high level vancomycin/teicoplanin resistance, as well as resistance to ciprofloxacin, quinupristin-dalfopristin and cloranfenicol. Thrush can be a reservoir of VRE and transmit these resistant bacteria to other animals including humans.
generally considered commensal bacteria, they have the potential to cause a number of infections. Multidrug-resistant enterococci have been increasingly identified as the most important pathogens responsible for nosocomial infections in humans (11) . Enterococcus faecalis represents 80 to 90% of human clinical enterococcal infections, while 5% to 15% are caused by the Enterococcus faecium specie. However, other species including Enterococcus hirae and Enterococcus durans are occasionally identified in clinical isolates (18) . Common enterococcal infections include those of the urinary tract, bloodstream, endocardium and wounds (19) . Although relatively rare, infections with enterococci has been described in poultry (4, 5) and in others birds like canaries and psittacine birds (7, 8) .
The emergence of vancomycin resistant enterococci (VRE) in Europe has been associated to the use of glycopeptides, such as avoparcin, as growth promoters in livestock (3) until its ban in 1997 in the European Union.
Previous reports have demonstrated the presence of VRE in faecal samples of poultry and wild animals in different countries, including Portugal (9, 12, 14) , but no study has addressed the occurrence of VRE in migratory game birds.
The song thrush is a typical and numerous migratory bird and is one of the main game birds hunted in the Iberian Peninsula (17) . As meat from these animals is traditionally consumed in some European countries such as Portugal the risk of transferring VRE strains to humans is a possibility.
The aim of the present study was to analyse the prevalence and molecular characterization of vanA-containing were also tested by PCR in all VRE, using primers and conditions previously reported (1, 20) . The presence of Tn916-and Tn5397-specific sequences was also studied by PCR in the Table 1) . Although VRE is a major problem in clinics and has emerged in an important extend in different animals, as far as we know, this study is the first focused to define the prevalence of vanA-containing Enterococcus strains in T. philomelos.
Other studies have found VRE in birds and wild animals being vanA-contining E. faecium and/or E. durans the most frequently species detected, although vanA-containing E. hirae was also found (10, 14-16).
All the vanA isolates from thrushes exhibited erythromycin resistance and it is known that erm(B) gene encoding for macrolide resistance can be carried by the same conjugative plasmid harbouring vanA gene (1). Similar results have been shown in vanA-enterococci from poultry, ostriches, buzzards and seagulls (10, (14) (15) (16) . On the other hand, the association between tet(L) and tet(M) genes is very frequently reported in tetracycline-resistant enterococci isolates (10, (14) (15) (16) and, in the present study, both genes was observed in two of the vanA isolates. Additionally, similar to our results, and also reported by other sudies, the tet(M) gene is usually associated with conjugative transposons related to the Tn916 family or to Tn5397 (2, 10, 13) .
How these birds acquire VRE is unclear and one hypothesis might be that animals might be exposed to faecal material from farm animals or even from humans, taking into account that thrushes are omnivorous and migratory birds. 
